Genetic variability, correlation, path coefficient analysis and genetic diversity were studied for green fruit yield and its components in 32 diverse genotypes of chilli. The analysis of variance indicated presence of significant variability among the genotypes for all the characters. Higher estimates between GCV and PCV values indicated presence of substantial genetic variability and less environmental influence for plant height, secondary branches per plant, fruit weight, stalk length, fruits per plant, seeds per fruit, fresh fruit yield per plant, dry fruit yield per plant, ascorbic acid, capsaicin content, oleoresin content and capsanthin content. High heritability coupled with high genetic advance as per cent mean was noticed for most of the traits except days to 50 % flowering and 1000 seed weight suggesting presence of additive gene action for inheritance of these yield attributes. Hence, simple selection would be effective for improvement of these traits. Dry fruit yield per plant depicted significant and positive correlation with fruits per plant and fresh fruit yield per plant suggesting possibility of simultaneous improvement. Positive direct effects of fruit length, fruit girth, fresh fruit yield per plant and capsaicin content on dry fruit yield per plant were revealed by path co-efficient analysis suggesting that more importance should be given to these characters for improving dry fruit yield per plant. Cluster I (26) had maximum genotypes and cluster III (1) had minimum genotype. Maximum contribution of capsanthin content (70.97) was observed to the total diversity followed by ascorbic acid (19.56). The inter-cluster distance was observed to be maximum between cluster II and III (D= 447.86). Hence, genotypes from these two clusters can be used in future hybridization program.
Chilli (Capsicum annuum L.), 2n = 24, family Solanaceae is one of the most important vegetable cum spice crop.The genus Capsicum consists of approximately 22 wild and 5 cultivated species, which includes C. annuum, C. baccatum, C. chinense, C. frutescens and C. pubenscens and it comes under the category of often cross pollinated crops. Chilli has different uses at mature green, red ripe and dried stages.It is valued for its pungency which is due to crystalline acrid volatile alkaloid capsaicin, present in the placenta of fruits. Capsaicin has diverse prophylactic and therapeutic uses in medicine (SumathyKutty and Mathew, 1984) . From a nutritional aspect Szent-Gyorgyi discovered ascorbic acid (vitamin C) in chilli. It is also a rich source of vitamin A and E, small quantity of proteins, fats, carbohydrates and traces of minerals (Hosmani, 1993) .Chilli is also a good source of oleoresin, which is the total flavour extract of the dried ground chillies and is a concentrated homogenous free flowing product, having varied uses in processed food and beverage industries.The success of good breeding programme usually depends upon the genetic variability present in the breeding material. Thus, knowledge on genetic variability, heritability and genetic advance is essential for a breeder to choose parents for hybridization and further crop improvement. Association and inter-association of characters should be known before starting any breeding program. Plant breeders are always interested in knowing the genetic divergence among the genotypes as it provides a basis for selection of parents for hybridization. As less work has been done on chilli, the present study was undertaken to give clear idea in a set of diverse 32 chilli genotypes.
The present investigation was conducted during Kharif-rabi, 2014-15 at the College Farm, NAU, Navsari.
The experimental materials consisting of 32 genotypes (15 from Main Vegetable Research Station, AAU, Anand, Gujarat; 17 from local markets and traders of Anand, Navsari and Porbandar in Gujarat) were grown according to randomized block design with three replications consisting of one row of 10 plants for each accession. A spacing of 60 cm x 45 cm was followed and the crop was raised as per the recommended package of practices. Five representative plants per treatment were selected randomly, tagged and observations were recorded on these plants for 17 characters like days to 50% flowering, plant height (cm), secondary branches per plant, primary branches per plant, fruit length (cm), fruit girth (cm), fruit weight (g), stalk length (cm), fruits per plant, seeds per fruit, 1000 seed weight (g), fresh fruit yield per plant (g), ascorbic acid (mg/100 ml), capsaicin content (mg/g), oleoresin content (g/150 ml), capsanthin content (ASTA units). The observation on days to 50 per cent flowering was recorded on population basis. The mean values were used for statistical analysis. The estimates of genotypic and phenotypic coefficient of variations were calculated according to Burton (1952) , heritability in broad sense and expected genetic advance as per the procedure of Allard (1960) and Johnson et al. (1955) respectively. The genotypic correlation was calculated following the method of Panse and Sukhatme (1978) . The path coefficient analysis was estimated as per method given by Dewey and Lu (1959 (2000), Ibrahim et al.(2001) , Mishra et al.(2001) , Sreelathakumary and Rajamony (2002) , Gogoi and Gautam (2002) , Smita and Basavaraj (2006) , Sharma and Sharma (2006) , Srilakshmi (2006) and Shirshat et al.(2007) .
High heritability and high genetic advance as per cent mean were noticed for most of the traits except for days to 50 per cent flowering and 1000 seed weight suggesting presence of additive gene action for inheritance of these traits. Hence, simple selection would be effective for improvement of these traits. High heritability for dry fruit yield per plant were observed by Munshi and Behera (2000) , Venkateshwar Rao (2000), Ibrahim et al.(2001) , Mishra et al.(2001) , Sreelathakumary and Rajamony (2002) , Gogoi and Gautam (2002) , Smita and Basavaraj (2006) , Sharma and Sharma (2006) and Srilakshmi (2006) . Johnson et al. (1955) and Arya and Saini (1977) have suggested that characters with high heritability coupled with high genetic advance would respond better to selection than those with high heritability and low genetic advance.
Correlation:
The dry fruit yield per plant had positive and significant correlation with fruits per plant (0.54) and fresh fruit yield per plant (0.90) suggesting possibility of simultaneous improvement. Negative and significant association was found with seeds per fruit (-0.23), 1000 seed weight (-0.43) and capsanthin content (-0.26 ). This surprising result indicated that during fruit development, there is a competition for sinks between dry fruit yield and afore mentioned seed related traits showing negative and significant correlations. It indicated that simultaneous improvement of these traits will not be possible. Significant and positive association was observed for plant height with fresh fruit yield per plant (0.33). (-0.28) and fresh fruit yield per plant (-0.24); 1000 seed weight with fresh fruit yield per plant (-0.61) and ascorbic acid with oleoresin content (-0.31). The findings suggested that simultaneous improvement of these trait combinations will not be possible. Surprisingly, most of the significant associations of fruit quality traits with other traits were negative in nature.
Path coefficient analysis:
In the present study dry fruit yield per plant was taken as the dependent variable. Positive direct effects of fruit length (0.2530), fruit girth (0.3888), fresh fruit yield per plant (1.309) and capsaicin content (0.0438) on dry fruit yield per plant were revealed by path co-efficient analysis. The results suggested that simultaneous improvement of these traits is possible through simple selection. While, seeds per fruit (-0.2360), 1000 seed weight (-0.4341) and capsanthin content (-0.2665) had significant and negative correlation with dry fruit yield indicating that simultaneous selection will not be possible. Most of the traits exhibited negative direct effect on dry fruit yield. In this case, positive indirect effects of these traits through other traits might be considered while designing selection strategy.
Genetic diversity: Three clusters were revealed after employing D 2 statistics for assessment of diversity among 32 germplasm lines. Of these, cluster I was the largest group comprising of 26 genotypes followed by cluster II of 5 genotypes and cluster III of 1 genotype. There was no relationship between genetic and geographic diversity. Prabhudeva (2003) also had this conclusion. Maximum contribution of capsanthin content (70.97) to the total diversity was observed followed by ascorbic acid (19.56), oleoresin content (8.27), capsaicin content (0.01) and seeds per fruit (0.20%). Collectively, capsaicin content, ascorbic acid and oleoresin content accounted 98.80 per cent contribution to total divergence. These results are similar to the results of Yatung et al. (2014) . Other characters showed negligible contribution towards divergence. Maximum mean values for most of the characters were observed in cluster III followed by cluster I, whereas minimum mean values for most of the characters were found to be with cluster II. The inter cluster distance was observed to be maximum between cluster II and III. These two clusters showed more variation in mean values also. Hence, genotypes in these two clusters can be used in future hybridization program.
The analysis of variance, high heritability and high genetic advance indicated the presence of significant variability among the genotypes for all the characters. Hence simple selection would be effective for improvement of the traits. Correlation and path coefficient analysis suggested that simultaneous improvement of various traits through simple selection would be beneficial. Genetic divergence conveyed that the crosses between NCG-153, NCG- 
